
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

A0A0G2JZB7 A0A0G2JZB7_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MPVLGVASKLRQPAVGPKPVHAALP
IPNLGISVSQRCSSRPLEFATPERSIL
SCQLTLKSTCEFGEKKALQGTAKDIE
DSKIYTDWANHYLAKSGHKRLIKDL
QQDIADGVLLADIIQIIANEKVEDING
CPRSQSQMIENVDVCLSFLAARGVN
VQGLSAEEIRNGNLKAILGLFFSLSR
YKQQQHHQQQYYQSLVELQQRVTH
AAPQSEASQAKTQQDMQSSLTARYA
AQSKHSGIATSQKKPTRSVHVSNLL
FASDIHVNADSSKGPQPSSGINGNT
QPPSTSGQPPASAIPSPNASKPWRSK
SMNVKHSATSTMLTVKQPSPATSPT
PSSDRLKPPVTEGVKSAPSGQKSML
EKFKLVNARTALRPPQATSSGPNDS
GKDDDAFSESGEMEGFNSGLNSGG
STNSSPKVSPKLTPPKAGSKNFSNK
KSLLQPKEKEEKNRDKNKACAEKPG
KEEKDQMMDATPKKTSKIASLIPKG
SKTAAAKKDSLIPSSSSGIPKPGSKVP
TPKQTISPGSAASKESEKFRTSKGSS
SQAFQKAITMEKTSTPSLSAPLEGRE
ASQASPSSSCVLQVAHSSGQSPGNG
AVHLPQQQQHSHPNTATVAPFIYRA
HSENEGTLLPPADSCTSPTKMDSSY
SKTAKQCLEELSGEDPEARRMRTVK
NIADLRQNLEETMSSLRGTQISHST
LETTFDTTVTTEVNGRAIPNLTSRPT
PMTWRLGQACPRLQAGDAPSMGAG
YSRSGTSRFIHTDPSRFMYTTPLRRA
AVSRLGNMSQIDMSEKASSDLDVSS
EVDVGGYMSDGDILGKSLRADDINS
GYMTDGGLNLYTRSLNRVPDTATSR
DVIQRGVHDVTVDADSWDDSSSVSS
GLSDTLDNISTDDLNTTSSISSYSNIT
VPSRKNTQLKTDTEKRSTTDETWDS
PEELKKTEEDLDSHVDGGAKWKGV
ASGLAEDSEKTGQKASLSVAQTGSW
RRGMSAQGGTPARQKTSTSALKTPG
KTDDAKASEKGKTPLKGSSLQRSPS
DAGKSSGDEGKKPPSGIGRSTASSSF
GYKKPSGVGASTMITSSGATITSGSA
TLGKIPKSAAIGGKSNAGRKTSLDGS
QNQEDVMHVSSKATLQYRSLPRPSK
SGTSGIPGRGGHRSSTSSIDSNVSSK
SAGATTSKLREPTKIGSGRSSPVTVN
QTDKEKEKVAVSDSDSVSLSGSPKS
SPTSASACGTQGLRQPGSKYPDIASP
TFRRLFGAKAGGKSASAPNTEGVKS
SSVVPSPSTSLARQGSLESPSSGTGS
MGSAGGLSGSSSPLFNKPSDLTTDV
ISLSHSLASSPASVHSFTSGGLVWAA
NLSSSSAGSKDTPSYQSMTSLHTSS
ESIDLPLSHHGSLSGLTTGTHEVQSL
LMRTGSVRSTLSESMQLDRNTLPKK
GLRYTPSSRQANQEEGKEWLRSHST
GGLQDTGSQSPLVSPSAMSSSATGK
YHFSNLVSPTNLSQFNLPGPSMMR
SNSIPAQDSSFDLYDDAQLCGSATSL
EERPRAISHSGSFRDSMEEVHGSSL
SLVSSTSSLYSTAEEKAHSEQIHKLR
RELVASQEKVATLTSQLSANAHLVA
AFEKSLGNMTGRLQSLTMTAEQKE
SELIELRETIEMLKAQNSAAQAAIQG
ALNGPDHPPKDLRIRRQHSSESVSSI
NSATSHSSIGSGNDADSKKKKKKN
WVNSRGSELRSSFKQAFGKKKSTKP
PSSHSDIEELTDSSLPASPKLPHNAG
ESGSSSMKPSQSASAICECTEAEAEI
ILQLKSELREKELKLTDIRLEALSSA
HHLDQIREAMNRMQNEIEILKAEN
DRLKAETGNTAKPARPPSESSSTASS
SSSRQSLGLSLNNLNITESVTSDILL
DDTGDATGHKDGRPVKIIVSISKGYG
RAKDQKSQAYLIGSIGVSGKTKWDV

True False 2.656 4.59 0.95 False False 0.727 0.921



LDGVIRRLFKEYVFRIDTSSSLGLSS
DCIASYCVGDLIRSHNLEVPELLPCG
YLVGDNNIITVNLKGVEENSLDSFVF
DTLIPKPITQRYFNLLMEHHRIILSGP
SGTGKTYLANKLAEYVITKSGRKKTE
DAIATFNVDHKSSKELQQYLANLAE
QCSADNNGVELPVVIILDNLHHVGS
LSDIFNGFLNCKYNKCPYIIGTMNQ
GVSSSPNLELHHNFRWVLCANHME
PVKGFLGRYLRRKLIEMEIERNIRNN
DLVKIIDWIPKTWHHLNSVLETHSSS
DVTIGPRLFLPCPMDVEGSRVWFMD
LWNYSLVPYVLEAVREGLQMYGKRA
PWEDPSKWVLDTYPWSSASLPQEGP
ALLQLRPEDVGYEGCTSTKEATTSK
HIPQTDTEGDPLMNMLMKLQEAAN
YPGTQSCDSDSVSHHEDILDTSIEST
L


